for atom pair and protein solvent interactions, which were derived from a database of known structures (1). The resulting models were evaluated using different ProSA II type z-scores based on pair interactions and surface terms. Models were generated for all chains in a fold library and ranked by the corresponding z-scores (2). The X-ray structure of the Tetrahymena GCN5 (pdb accession code: 1qsr) served as a template for the three-dimensional model of CSRP2BP (3).
Based on the alignment generated by the fold recognition procedure, amino-acid residues were exchanged in the template. Insertions and deletions in CSRP2BP were modeled by using a database approach included in the software package WHATIF (4). The database was searched for a peptide sequence of the appropriate length, which was fitted to the template. All loops were selected from the database so as to give a minimum root means square (rms) distance between the ends of the loops. In a last step the three dimensional structural models were energyminimized, using the steepest descent algorithm implemented in the GROMOS force field (van Gunsteren et al., 1996) . Graphical representation used the Ribbons program (5) .
